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Figure S1. Heatmap visualization of GO (gene ontology) annotation (A, B and C), KEGG pathway (D)
and transcriptional regulons (E). (A) GO biological processes. (B) GO cellular compartments. (C) GO
molecular functions. The progressively darker blue indicates the fractions of the module proteins
belonging to the categories labeled on the right of the heatmap. GO categories, KEGG pathways and
Regulons with more than 3 proteins in total are shown in the heatmap. Module size is displayed in the
brackets following the module name.
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